Monoclinic, P2 1 a = 6.0643 (6) Å b = 5.3676 (5) Å c = 18.2443 (17) Å = 91.780 (1) V = 593.58 (10) Å 3 Z = 2 Mo K radiation = 0.11 mm À1 T = 100 K 0.35 Â 0.25 Â 0.15 mm
Data collection
Bruker SMART APEX CCD diffractometer 5637 measured reflections 1502 independent reflections 1403 reflections with I > 2(I) R int = 0.028 Refinement R[F 2 > 2(F 2 )] = 0.034 wR(F 2 ) = 0.093 S = 1.04 1501 reflections 181 parameters 1 restraint H-atom parameters constrained Á max = 0.24 e Å À3 Á min = À0.22 e Å À3 Table 1 Hydrogen-bond geometry (Å , ) .
Cg1 is the centroid of the C3-C8 ring. Symmetry codes: (i) x þ 1; y À 1; z; (ii) Àx þ 1; y À 1 2 ; Àz þ 1; (iii) Àx þ 2; y À 1 2 ; Àz.
Data collection: APEX2 (Bruker, 2009); cell refinement: SAINT (Bruker, 2009); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010) .
The molecule in (I), Fig. 1 , is bent as the quinoxaline ring [r.m.s. deviation = 0.025 Å] forms a dihedral angle of 77.13 (9) ° with the benzene molecule. The twist in the molecule is seen in the value of the C1-O1-C9-C14 torsion angle of -102.8 (2) °. Overall the conformation of the molecule matches those found in the polymorphic phenyl quinoxalin-2-yl ether compound (Hassan et al., 2008; . In (I), the nitro group is slightly twisted out of the plane of the benzene ring to which it is bonded as seen in the O2-N3-C13-C12 torsion angle of 12.6 (3) °.
The bifurcated nitro-O2 atom is pivotal in the crystal packing, forming two close C-H···O interactions, Table 1 , leading to the formation of layers in the ab plane, Fig. 2 . These stack along the c axis, being connected by C-H···π interactions, Fig. 3 .
Experimental 3-Nitrophenol (5 mmol) was dissolved in tetrahydrofuran (100 ml) to which was added 2-chloroquinoxaline with a stoichiometric amount of NaOH. The solution was refluxed for 4 h. The mixture was extracted using 5% sodium hydroxide solution (5 ml), then chloroform (20 ml), washed with distilled water (30 ml), and dried over anhydrous sodium hydroxide.
Evaporation of the solvent gave a red solid and recrystallization was from its ethanol solution to yield red prisms of (I).
Refinement
Carbon-bound H-atoms were placed in calculated positions (C-H 0.95 Å) and were included in the refinement in the riding model approximation, with U iso (H) set to 1.2U equiv (C). In the absence of significant anomalous scattering effects, 1199
Friedel pairs were averaged in the final refinement. In the final refinement a low angle reflection evidently effected by the beam stop were omitted, i.e. 0 0 1. Fig. 1 . The molecular structure of (I) showing displacement ellipsoids at the 50% probability level. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Figures

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq O1 1.2692 (2) 0.5001 (3) 0.29144 (7) 0.0241 (3) (7) −0.0011 (6) 0.0085 (5) −0.0071 (7) O2 0.0254 (7) 0.0371 (9) 0.0307 (8) 0.0124 (7) 0.0081 (6) −0.0029 (7) O3 0.0265 (7) 0.0290 (9) 0.0372 (8) 0.0069 (7) 0.0003 (6) 0.0113 (7) N1 0.0184 (7) 0.0230 (9) 0.0198 (7) 0.0034 (7) 0.0028 (6) 0.0005 (7) N2 0.0211 (8) 0.0274 (10) 0.0244 (8) 0.0027 (7) 0.0074 (6) 0.0035 (8) N3 0.0192 (7) 0.0220 (9) 0.0260 (8) 0.0050 (7) 0.0011 (6) −0.0017 (8) C1
0.0166 (8) 0.0204 (10) 0.0233 (9) 0.0038 (8) 0.0033 (7) 0.0004 (9) C2 0.0188 (9) 0.0241 (11) 0.0262 (10) 0.0003 (9) 0.0056 (7) 0.0011 (9) C3 0.0222 (9) 0.0231 (11) 0.0183 (9) 0.0061 (8) 0.0035 (7) 0.0025 (8) C4 0.0285 (10) 0.0294 (12) 0.0208 (9) 0.0081 (10) 0.0062 (7) 0.0013 (9) C5 0.0327 (11) 0.0308 (12) 0.0210 (9) 0.0080 (10) 0.0006 (8) −0.0042 (9) C6 0.0286 (10) 0.0272 (12) 0.0245 (10) 0.0019 (9) −0.0024 (8) −0.0005 (10) C7 0.0227 (9) 0.0262 (11) 0.0193 (9) 0.0010 (9) 0.0017 (7) 0.0013 (9) 
Hydrogen-bond geometry (Å, °)
Cg1 is the centroid of the C3-C8 ring. 
